
 
 
ImputeMissingValues.KNN Documentation 
 
Description:     Imputes missing data 
Author:  Joshua Gould, gp-help@broad.mit.edu 
 
Summary:  
The following description is from Hastie et. al (1). 
 
For each gene with missing values, we find the k nearest neighbors using a Euclidean metric, 
confined to the columns for which that gene is NOT missing. Each candidate neighbor might 
be missing some of the coordinates used to calculate the distance. In this case we average 
the distance from the non-missing coordinates. Having found the k nearest neighbors for a 
gene, we impute the missing elements by averaging those (non-missing) elements of its 
neighbors. This can fail if ALL the neighbors are missing in a particular element. In this case 
we use the overall column mean for that block of genes. 
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Parameters: 
 
  Name     Description   

data.filename        Data file (missing values are stored as NA) - .gct 
k    Number of neighbors to be used in the imputation 
rowmax The maximum percent missing data allowed in any row 
colmax The maximum percent missing data allowed in any 

column 
output.file   The name of the output file - .gct 
 
 

Platform dependencies: 
 

  Module type:  Missing Value Imputation 
  CPU type:   any 
  OS:    any 
  Language:   R 


